The enterohemorrhagic pathotype represents a minor proportion of the Escherichia coli O103 strains shed in the feces of cattle. We report here the genome sequences of 43 strains of enterohemorrhagic E. coli (EHEC) O103:H2 isolated from feedlot cattle feces. The genomic analysis will provide information on the genetic diversity and virulence potential of bovine EHEC O103.
C attle serve as the primary reservoir of enterohemorrhagic Escherichia coli (EHEC).
The organism is shed in the feces of cattle, which can contaminate the hide and then carcass at slaughter, creating the potential for foodborne illness in humans (1) . Escherichia coli O103 has been identified as the second most prevalent EHEC, next to EHEC O157, shed in the feces of feedlot cattle (2) . The Centers for Disease Control and Prevention ranks O103 as the third most common EHEC, next to O26 and O157, identified in laboratory-confirmed EHEC infections in the United States (3). Disease outcomes with an EHEC infection can range from mild to bloody diarrhea, to more serious cases of hemolytic-uremic syndrome, which can be fatal (4) . Although all EHEC strains are positive for Shiga toxin (stx 1 and/or stx 2 ) and intimin (eae) genes, the combination of these and presence of other major virulence genes, including enterohemolysin (ehxA), vary among EHEC O103 strains isolated from bovine feces (5), which is a likely indicator of genetic variability in the EHEC O103 population. Söderlund et al. (6) published the genomes of five EHEC O103 strains isolated from feces of cattle in Sweden, which, to our knowledge, remain the only publicly available sequences to date.
We report here the draft whole-genome sequences of 43 strains of EHEC O103:H2 isolated from feces of feedlot cattle in the United States (5). Bacterial DNA from 1 ml of overnight culture was extracted from each strain using the DNeasy blood and tissue kit with the QIAcube robotic workstation. An Illumina MiSeq platform (Illumina, San Diego, CA) was used to sequence the genomes, and genome libraries were constructed using Nextera XT DNA library preparation kit and MiSeq reagent kit version 2 (500 cycles) (Illumina, Inc.). SPAdes version 3.6.0 (7) was used to perform de novo genome assembly. Genome characteristics, including strain identification (ID), genome size, and number of contigs per genome are summarized in Table 1 .
The 43 strains deposited here will add to the limited publicly available genetic information on EHEC O103. These genomes will be a valuable resource for investigations into the genetic features of this major foodborne pathogen, including research into the genome evolution of EHEC O103 compared to other EHEC serogroups, and insights into specific factors allowing for adaptation to a bovine host. This work will also provide an opportunity to study the potential virulence risk of these EHEC O103 strains to humans. Accession number(s). The whole-genome shotgun sequence has been deposited at DDBJ/ENA/GenBank under the accession numbers listed in Table 1 .
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